Value of the data
Model to assess bacterial clearance during infection to compare with other bacteria. This dataset provides more insight in the inflammatory cytokine response during an infection
with NTHi.
This dataset shows the activation of multiple antimicrobial pathways. A protocol for the detection of chromosomal bacterial DNA of NTHi in lung homogenate.
Data
The data in this article acts as supplementary analysis that were performed in [1] . Table 1 summarizes the levels of pro-inflammatory cytokines measured in BALF before and after infection with NTHi in both groups. Table 2 shows the primer sequences of the studied genes while Table 3 reports mRNA expression levels of these genes per group during and after infection. Myeloperoxidase and nitric oxide production in BALF for both groups are given in Table 4 . Fig. 1 depicts protein levels of complement C5a and immunoglobulin A in BALF during infection in each group. Chromosomal DNA concentration of NTHi in lung homogenate measured over time is shown on Fig. 2 for both groups. 
Table 2
Primer sequences of the house keeping gene (RPL27), mucin glycoproteins (MUC5AC, MUC5B), a pathogen recognition receptor (TLR2, TLR4), the antimicrobial peptides (SLPI, Lysozyme, REG3γ, CRAMP, BD 1-3), the surfactant proteins (SP-A, SP-D), the tissue inhibitor of matrix metalloproteinase (TIMP1) and the matrix metalloproteinases (MMP9 and MMP12). Primer efficiency is in the range of 90-105%.
Target
Forward primer Reverse primer Accession ID
Experimental design, materials and methods
C57BL/6JolaH mice (3 weeks old) were made vitamin D deficient or sufficient through the use of a vitamin D deficient or a standard control diet respectively [1] . Series 2 of [1] is elaborated in more detail below. Briefly, mice were infected with NTHi at 9 weeks of age and sacrificed at baseline and 4, 8, 24 and 72 h post-infection (n ¼ 6 mice/group/time point).
Pro-inflammatory mediators in the bronchoalveolar lavage
Pro-inflammatory cytokines KC, Tumor Necrosis Factor (TNF)-α, Monocyte Chemotactic Protein (MCP)-1, Interleukin (IL)-6 and IL-1β were measured in the BAL fluid as described in [1] .
mRNA expression levels of inflammatory mediators, antimicrobial markers and matrix metalloproteinases (MMP's)
Total RNA was extracted, converted to cDNA and analyzed via qRT-PCR as described in [1] . Primer sequences (Table 2 ) and mRNA expression levels (Table 3) of mucin glycoproteins (MUC), pattern recognition receptors (PRR), antimicrobial peptides (AMP) and surfactant proteins (SP): MUC5AC, MUC5B, toll-like receptor (TLR) 2, TLR4, lysozyme, secreted leukocyte protease inhibitor (SLPI), β-defensin 1, 2, 3 and cathelicidin related antimicrobial peptide (CRAMP), regenerating islet-derived protein 3-gamma (REG3γ), SP-A and D used in [1] are given below. 
Myeloperoxidase and nitric oxide production in BALF
Myeloperoxidase (MPO) levels were measured in BALF as described in [1] . Primary metabolite of nitric oxide, nitrite (NO 2 -), was measured via Gries reagent kit (Thermo Fischer scientific) according to manufacturer's instructions.
Complement C5a and Immunoglobulin A measurement in BALF
Complement C5a was measured in 1:100 diluted BALF, using a coated Complement C5a Mouse ELISA kit (ab193718, Abcam, Cambridge) with a range of 1.64-400 pg/ml. Immunoglobulin A (IgA) levels in BALF were measured using an IgA mouse Uncoated ELISA kit (ThermoFisher Scientific, Massachusetts) with a range of 0.39-25 ng/ml. ELISA's were performed according to manufacturer's instructions. Table 4 Myeloperoxidase and Nitric oxide protein levels were elevated during NTHi infection. MPO and NO were measured in BALF at baseline and at 4, 8, 24 and 72 h post-infection (n ¼ 6 mice/group/time point). Data are expressed in pg/ml MPO and mM NO 2
